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We report high-quality draft genome sequences of two strains (race 18 and 20) of Xanthomonas citri pv. malvacearum, the
causal agent of bacterial blight of cotton. Comparative genomics will help to decipher mechanisms provoking disease and trig-
gering defense responses and to develop newmolecular tools for epidemiological surveillance.
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Xanthomonas citri pv. malvacearum is the causal agent of bac-terial blight (BB), one of the most devastating diseases of cot-
ton (Gossypium spp.). BB of cotton was first reported in the
United States by Atkinson, who described several symptoms, such
as angular leaf spots, water-soaked lesions, stem black arm, boll
rot, and plantlet burning (1). In the second half of the 20th cen-
tury, BB became a limiting factor of fiber production in all major
cotton-producing regions of Africa, Asia, Australia, and North
America (2). The use of resistant cultivars is usually the most
efficient way to manage disease. However, resistance was repeat-
edly overcome by the appearance of new races.More than 20 races
have been described, including highly virulent strains that were
isolated in Central Africa in the 1980s (2). To better understand
the molecular basis of provoking disease and of triggering defense
responses and to develop new molecular markers for epidemio-
logical surveillance, we sequenced the genomes of two strains
originating from Burkina Faso and belonging to the highly viru-
lent race 20 and the less virulent race 18 (3).
Both strains were sequenced using the Illumina Hi-Seq2000
platform (GATC Biotech, Germany). The shotgun sequencing
yielded 40,654,599 read pairs (29,066,551 100-bp paired-end
reads with an insert size of 250 bp and 11,588,048 50-bpmate-pair
reads with an insert size of 3 kb) and 43,359,649 read pairs
(19,340,592 100-bp paired-end reads and 24,019,057 50-bpmate-
pair reads) for strainsX18 andX20, respectively. A combination of
Velvet (4), SOAPdenovo, and SOAPGapCloser (5) yielded 22
contigs larger than 500 bp (N50, 705,301 bp), with the largest con-
tig of 2,062 kb, for a total assembly size of 4,989,917 bp for strain
X18 and 17 contigs larger than 500 bp (N50, 1,006,603 bp), with
the largest scaffold of 1,770 kb, for a total assembly size of
5,216,199 bp for strain X20.
Multilocus sequence analyses of six housekeeping genes de-
scribed earlier for xanthomonads confirmed that strains X18 and
X20 belong toX. citri pv.malvacearum (2,745 bpwith 100% iden-
tity) (6), corresponding to DNA-DNA homology group 9.5,
which also includes X. citri pv. citri (2,730 identical residues) and
X. citri pv. glycines (2,729 identical residues) (7). The genome
encodes a canonical type III protein secretion system (8) and sev-
eral type III effectors, including transcriptional activator-like
(TAL) effectors, which are responsible for symptom formation
and avirulence reactions on cotton (9). The availability of two
genome sequences of X. citri pv. malvacearumwill critically aid in
developing new molecular typing tools for epidemiological sur-
veillance and guiding breeding programs based on rapid and ac-
curate identification of predominant lineages.
Nucleotide sequence accession numbers. These whole-
genome shotgun projects have been deposited in GenBank under
the accession numbers ATMA00000000 for strain X18 and
ATMB00000000 for strain X20.
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